RNAseR sensitive species, respectively, predicted by find_circ or find_circ(40x40). In addition, the subset of circRNA eliminated with increased threshold for mapping quality (find_circ only) is shown. C) Scatterplot on circRNAs predicted by default find_circ and find_circ(40x40) color-coded as in Fig 1A. A Supplementary Fig 3: False Negatives Fig 1A) . Also, the fraction of false positives, i.e. RNAseR sensitive species, is depicted for each algorithm by red line (right-bound y-axis). Fig 1A) of all predicted circRNAs stratified by RNAse R resistant (>= 2 fold enrichment, green), Unaffected (0.7-2 fold enrichment, grey) and RNAse R sensitive (below 0.7-fold enrichment in RNaseR treated samples, red), as denoted. Percentage reflects the fraction of RNaseR sensitive circRNAs defined as false positives. C) Comprehensive stacked barplot analysis of RNaseR sensitivity in the shared predictions by any two algorithms (as in Fig 4A) .
The 'dimmed' bars denote the unpaired algorithm. D) Heatmap on complementarity score (as in Fig 4C) .
The complementary score is calculated as (iTFxiTN)^2, where iTF is the fraction of true positive circRNAs (RNaseR resistant circRNAs, defined as in B) found in algorithm denoted on the y-axis and shared with algorithm on x-axis, and iTN is 1-fN, where fN is the fraction of RNaseR sensitive species conjointly identified in other algorithm. Complementary scores >= 0.2 are denoted specifically.
